Strain YIM 100590
T was isolated from suspension inoculum (suspended in 0.85 % NaCl solution) of tiger faeces collected from Yunnan Wild Animal Park in Yunnan province, southwest China, on mycose-proline agar [5 g mycose, 1 g proline, 1 g (NH 4 ) 2 SO 4 , 1 g NaCl, 2 g CaCl 2 , 1 g K 2 HPO 4 , 1 g MgSO 4 . 7H 2 O, 3.7 mg vitamin mixture (Hayakawa & Nonomura 1987) ; 20 g agar, pH 7.2] supplemented with chloramine (50 mg l
21
) after incubation at 28 u C for 21 days. The strain was maintained on trypticase soy agar (TSA; Difco) slants at 4 u C and as 20 % (v/v) glycerol suspensions at 220 u C. Yaniella fodinae DSM 22966 T was obtained from the Deutsche Sammlung von Mikroorganismen und Zellkulturen (Braunschweig, Germany).
Morphological properties of strain YIM 100590
T were observed at different stages of growth (18, 24, 48, 72, 120 and 168 h) by light microscopy and scanning electron microscopy. Gram staining was carried out by the standard Gram reaction and was confirmed by using the KOH lysis test method (Cerny, 1978) . Cell motility was determined based on the development of turbidity throughout a tube containing semisolid medium (Leifson, 1960) . Growth at various salt (NaCl, KCl and MgCl 2 . 6H 2 O) concentrations (0-30 %, w/v), pH (4.0-11.0) and temperatures (5-65 u C) was investigated on/in TSA/trypticase soy broth (TSB). Catalase activity was detected based on bubble formation in 3 % (v/v) H 2 O 2 solution. Oxidase activity was determined based on the oxidation of 1 % p-aminodimethylaniline oxalate. Degradation of gelatin (20 %), starch (1 %), urea (2 %) and nitrate (0.1 %), H 2 S production from iron citrate (0.05 %), cellulose hydrolysis from filter paper, milk coagulation and peptonization from skimmed milk (20 %), and utilization of substrates were determined according to the methods used by Smibert & Krieg (1994) .
Cells of strain YIM 100590
T were non-motile, Grampositive, coccoid to oval and formed pairs, triplets, tetrads and clusters ( Fig. 1 ) at different stages of growth. Colonies were orange-yellow, lubricious and opaque. Growth was observed in the presence of 0-11 % (w/v) NaCl, 0-15 % (w/v) KCl and 0-11 % (w/v) MgCl 2 . 6H 2 O. Strain YIM 100590
T was able to grow at pH 7.0-11.0 (optimally at pH 8.0) and 10-37 u C (optimally at 28 u C). Catalasepositive and oxidase-negative. Other physiological and biochemical characteristics of strain YIM 100590 T are given in Table 1 and in the species description below.
Biomass of strain YIM 100590
T and Y. fodinae DSM 22966 T for chemotaxonomic investigations was obtained from shake flasks of TSB for 7 days at 28 u C. Purified peptidoglycan preparations were obtained according to the method of Schleifer & Kandler (1972) . Amino acids and peptides in cell-wall hydrolysates were analysed as described by Schleifer & Kandler (1972) . The N-terminal amino acid of the interpeptide bridge was determined by dinitrophenylation (Schleifer, 1985) . Molar ratios of amino acids were analysed by GC and GC-MS of N-heptafluorobutyryl amino acid isobutyl esters (MacKenzie, 1987) . Whole-cell sugars were analysed by precolumn derivatization with 1-phenyl-3-methyl-5-pyrazolone via HPLC (Tang et al., 2009) . Polar lipids and menaquinones were analysed by using the methods of Minnikin et al. (1984) and were analysed by HPLC (Kroppenstedt, 1982) . Biomass for fatty acid analysis was obtained after growth on TSA at 28 u C for 3 days. Extraction and analysis of fatty acids were performed as described by Sasser (1990) by using the Microbial Identification System (MIDI) (Sherlock version 6.1; MIDI database TSBA6).
Peptidoglycan hydrolysates of strain YIM 100590 T contained glutamic acid, lysine and glycine in an approximate molar ratio of 1.7 : 2.1 : 1.4. Dinitrophenylation revealed that glutamic acid represented the N terminus of the interpeptide bridge. From the available data, it can be concluded that the peptidoglycan was of type A4a (L-LysGly-L-Glu). Whole-cell sugars were mannose, galactose, rhamnose, glucose and ribose. The polar lipids were diphosphatidylglycerol (DPG), phosphatidylglycerol (PG), phosphatidylinositol (PI), phosphatidylinositol mannosides (PIM), dimannosyl diacylglycerol (DMDG), an unknown glycolipid (GL) and two unknown phospholipids (PL1 and PL2) ( Fig. S1 in IJSEM Online). The quinone system comprised menaquinone MK-7 (91.9 %) with a minor amount of MK-8 (8.3 %). The fatty acid profile was characterized by the predominance of iso-C 15 : 0 (32.22 %), anteiso-C 15 : 0 (31.64 %) and iso-C 16 : 0 (17.38 %), plus lesser amounts of anteiso-C 17 : 0 (7.50 %), iso-C 14 : 0 (6.58 %), iso-C 15 : 1 G (1.94 %), iso-C 17 : 0 (1.25 %), C 16 : 0 (0.45 %), anteiso-C 15 : 1 A (0.30 %), iso-C 13 : 0 (0.29 %), iso-C 16 : 1 G (0.25 %), C 14 : 0 (0.10 %) and C 14 : 1 v5c (0.10 %).
For 16S rRNA gene sequence analysis, isolation of chromosomal DNA, PCR amplification and direct sequencing of the purified products were carried out as described by Li et al. (2007) . The 16S rRNA gene sequence of strain YIM 100590
T was aligned manually with reference strains retrieved from DDBJ/EMBL/GenBank via the EzTaxon-e 
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International Journal of Systematic and Evolutionary Microbiology 62 server (http://eztaxon-e.ezbiocloud.net/; Kim et al., 2012) . Multiple alignments with sequences of its most closely related actinobacteria were carried out by using the program CLUSTAL X (Thompson et al., 1997) . Phylogenetic analysis was carried out with the software packages PHYLIP (Felsenstein, 1993) and MEGA version 4.0 (Tamura et al., 2007) . Phylogenetic trees were constructed with the neighbour-joining (Saitou & Nei, 1987) , maximum-parsimony (Fitch, 1971) and maximum-likelihood (Felsenstein, 1981) algorithms. Tree topologies were evaluated by bootstrap analysis (Felsenstein, 1985) based on 1000 resamplings of the neighbour-joining dataset by using the CONSENSE and SEQBOOT options from the PHYLIP package. The G+C content of the DNA was determined according to the method of Marmur (1961) and was determined by reversed-phase HPLC of nucleosides according to Mesbah et al. (1989 T , and these two strains grouped in one cluster in the neighbour-joining phylogenetic tree (Fig. 2) . At the same time, the two strains formed a monophyletic clade that was distinct from other members of the genus Yaniella, which showed that strain YIM 100590 T and Y. fodinae DSM 22966 T belonged to a separate cluster within the family Micrococcaceae. This result was also confirmed in the maximum-parsimony and maximum-likelihood trees (results not shown). The G+C content of the DNA of strain YIM 100590 T was 56.2 mol%.
Cells of strain YIM 100590 T were coccoid, which is typical of the family Micrococcaceae. Nevertheless, the rod-coccus cell cycle was not observed for strain YIM 100590 T , in contrast to members of the genera Arthrobacter, Auritidibacter and Sinomonas. The menaquinones of strain YIM 100590 T , MK-7 (91.9 %) and MK-8 (8.3 %), were different from those in all genera of the family Micrococcaceae. The polar lipid profile of strain YIM 100590 T , namely DPG, PG, PI, PIM, DMDG and unknown phospholipids, was very different from all genera of the family Micrococcaceae. As above, levels of 16S rRNA gene sequence similarity between strain YIM 100590
T and members of all genera of the family, except Y. fodinae, were ¡96.0 %.
Phylogenetic analysis based on 16S rRNA gene sequences indicated that strain YIM 100590 T and Y. fodinae DSM 22966
T comprised a single cluster (Fig. 2 ), suggesting that they should be placed within a single genus. The whole-cell sugars, peptidoglycan type, predominant menaquinones Enteractinococcus coprophilus gen. nov., sp. nov.
(MK-7 and MK-8), predominant fatty acids (iso-C 15 : 0 and anteiso-C 15 : 0 ) and major polar lipids (DPG, PG, PI, PIM and DMDG) of strain YIM 100590 T and Y. fodinae DSM 22966 T are uniform. These data (Table S1) (Table S1 ). The two strains can also be separated based on the utilization of several substrates (Table 2 ). In addition, strain YIM 100590 T and Y. fodinae DSM 22966 T shared just 96.2 % 16S rRNA gene sequence similarity.
On the basis of the data presented, strain YIM 100590
T is considered to represent a novel species of a new genus in the family Micrococcaceae, for which the name Enteractinococcus gen. nov., sp. nov. is proposed. We propose the transfer of Y. fodinae DSM 22966
T to the new genus, as Enteractinococcus fodinae comb. nov.
Description of Enteractinococcus gen. nov.
Enteractinococcus (En.ter.ac.ti.no.coc9cus. Gr. n enteron intestine; Gr. n. actis actinos a ray; N.L. masc. n. coccus a grain or berry; N.L. masc. n. Enteractinococcus intestinal and ray coccus).
Cells are non-motile coccoids that occur singly or in clusters. Catalase-positive; negative for production of H 2 S, starch and gelatin hydrolysis. Major cellular fatty acids are iso-C 15 : 0 and anteiso-C 15 : 0 . The cell-wall peptidoglycan is of type A4a (L-Lys-Gly-L-Glu). The quinone system comprises menaquinones MK-7 and MK-8. Major polar lipids are DPG, PG and DMDG. The DNA G+C content is 56.2-61.6 mol%. The type species is Enteractinococcus coprophilus.
Description of Enteractinococcus coprophilus sp. nov.
Enteractinococcus coprophilus [co.pro9phi.lus. Gr. n. kopros dung, faeces; N.L. adj. philus -a -um (from Gr. adj. philos -ê -on) friend, loving; N.L. masc. adj. coprophilus faecesloving].
Has the following characteristics in addition to those given for the genus. Cells are coccoid to oval (0.7-1.5 mm in diameter) and Gram-positive. Colonies are orange-yellow. Growth occurs at 10-37 u C and at pH 7.0-11.0. Optimum growth occurs at 28 u C and pH 8.0. Tolerates up to 11, 15 and 11 % (w/v) NaCl, KCl and MgCl 2 . 6H 2 O, respectively. Oxidase-negative. Positive for nitrate reduction, but negative for gelatinase, cellulose and starch hydrolysis, milk coagulation and peptonization, H 2 S and urease 
